polynucleotide encodes a polypeptide comprising an amino acid sequence that is 
essentially identical to a linear sequence of comparable length shown in Figure 1 A (SEQ 
ID NO:01). In yet another aspect, the isolated polynucleotide encodes a polypeptide 
comprising an amino acid sequence essentially identical to the entire amino acid 
sequence shown in Figure lA (SEQ ID NO:01). In still another aspect, the isolated 
polynucleotide encodes a polypeptide comprising the amino acid sequence shown in 
Figure 1 A (SEQ ID NO:01). The polynucleotide of the present invention can code for 
the whole or domain(s) of the growth factor, or a mutant, fusion or a functionally 
equivalent growth factor polypeptide. In a related aspect of this embodiment, the 
invention encompasses a method of diagnosing a pathogenic condition or susceptibility to 
a pathogenic condition that is associated with a genetic alteration in a growth factor 
polypeptide encoded by the claimed polynucleotide. The method comprises the steps of: 
(a) providing a biological sample of a subject containing nucleic acid molecules and/or 
polypeptides; (b) determining a genetic alteration associated with the growth factor; and 
(c) correlating the alteration with a pathogenic condition or susceptibility to a pathogenic 
condition. 



Please amend the first paragraph on page 4 of the specification as follows. 



In another embodiment, the present invention includes a polynucleotide sequence 
that is useful as a probe for diagnostic or research purposes. Preferably, the probe is 
between 5 and 100 nucleotides in length and may comprise any of the contiguous 
nucleotides shown in Fig. lA (SEQ ID NO:01). Longer sequences may be used as 
probes depending on the type of assay used. 



Please amend page 6, line 21 of the specification as follows. 



Figure lA (SEQ ID NO:01) depicts the amino acid sequence for the peptide 
encoded by polynucleotide A.ctgl2831-000000.10.0. 



Please amend page 6, line 23 of the specification as follows. 



Figure IB (SEQ ID NO:02) depicts the polynucleotide sequence of A.ctgl2831- 
000000.10.0. 




Please amend the first paragraph on page 19 of the specification as follows. 

In a separate embodiment, the present invention provides an isolated 
polynucleotide comprising a nucleic acid sequence having at least about 90 nucleotides 
that is essentially identical to a linear sequence of comparable length contained in the 
sequence shown in IB (SEQ ID NO:02). Preferably, the isolated polynucleotide contains 
at least about 90 nucleotide bases, more preferably at least about 150 nucleotides, more 
preferably at least about 450 nucleotides, and even more preferably at least about 1200 
nucleotides. When the polynucleotide sequence is used as a probe, then it can also be 
shorter in length. For example, the sequence can be any contiguous nucleotides along the 
sequence shown in Fig. IB (SEQ ID NO:02), its complement, or a variation of a few 
nucleotides. The length can be from 5, 13, 15, or 20 nucleotides to 25, 30, 50, 75, 100 or 
more nucleotides in length. In some embodiments very long sequences can be physically 
attached to a substrate that may be 500 to 5,000, or even 50,000 nucleotides long. 



Please amend the second paragraph on page 19 of the specification as follows. 

In another embodiment, the isolated polynucleotide compiii>ti> U JiULlojtp-aciiL.___ 
sequence of at least 90 nucleotides that encodes a polypeptide essentially identical to a 
linear sequence of at least 30 amino acids depicted in Figure 1 A (SEQ ID NO:01). 
Preferred linear peptide sequence is at least about 50 amino acids in length, more 
preferably at least 150 amino acids in length, and more preferably at least 350 amino 
acids. In yet another embodiment, the isolated polynucleotide may be any polynucleotide 
which encodes the polypeptide of Figure lA (SEQ ID NO:01). In yet another 
embodiment, the isolated polynucleotide is a complement of any of the above mentioned 
growth factor polynucleotides. 



Please amend the third paragraph on page 19 of the specification as follows. 

These gene sequences can be identified, in whole or in part, by specifically 
hybridizing under moderate or stringent conditions to the exemplary polynucleotides 
shown in Figure IB (SEQ ID NO:02). Alternatively, the invention sequences can be 
identified by their homology to published or known open reading frames, or pieces of 
genomic sequences using computer-assisted methods known in the art or those described 
herein. 



Please amend the first paragraph on page 22 of the specification as follows. 



Polynucleotides that correspond or align more closely to the exemplary sequences 
disclosed herein are comparably more preferred. A query polynucleotide of at least 90 
nucleotides is considered to be essentially identical to a reference polynucleotide (e.g. 
sequences shown in IB. (SEQ ID NO:02)), when the query polynucleotide exhibits at 
least about 80% sequence identity, more preferably at least about 90% identity, even 
more preferably at least about 95% identity using any of the above-mentioned alignment 
programs with the default settings. Likewise, a query polypeptide is essentially identical 
to a reference polypeptide of at least 30 amino acids, when the query polypeptide shares 
at least 80% sequence identity, more preferably at least about 90% identity, even more 
preferably at least about 95% identity that can be discerned by the aforementioned 
programs using their respective default settings. When using Bestfit or any other 
sequence alignment program to determine whether a particular sequence is, for example, 
80% identical to a reference sequence of the present invention, the percentage of identity 
is preferably calculated over a linear sequence of comparable length that is contained in 
the reference sequence. Typically, the upper limit of gaps in homology is set at 20% of 
the total number of amino acid residues or nucleotide residues in the respective reference 
sequence. The altered residues may occur at the amino or carboxyl terminal positions of 
the reference sequence or anywhere between those terminal positions, interspersed either 
individually among residues in the reference sequence or in one or more contiguous 
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